Spot blotch, caused by fungal pathogen Bipolaris sorokiniana (Sacc.) Shoem., is 28 one of the most frequent diseases affecting barley growing regions worldwide. In this 29 study, we reported the genome sequence of the highly virulent B. sorokiniana strain 30 GN1 using the Illumina HiSeq 4000 platform. A total of 57 M 150-nt paired-end clean 31 reads were obtained and assembled into 96 scaffolds with an estimated genome size 32 of 34.33 Mb. Furthermore, we identified genes may be associated with strain-specific 33 virulence and performed phylogenetic analysis of GN1 with five other Bipolaris 34 species. These results for GN1 will provide important information in understanding its 35 molecular underpinning of pathogenicity and help identify novel sources of genetic 36 resistance for improving disease resistance in barley.
on the leaf, sheath and stem (Valjavec-Gratian and Steffenson, 1997) , which 46 ultimately leads to significant yield losses and reduction in barley milling and malting quality (Kumar et al., 2002) . A number of methods that rely on practices using 48 chemicals, cultural techniques and disease resistance are widely used to control SB. 49 Nevertheless, cultivation of resistant varieties is one of the most eco-friendly and 50 economically viable practices for managing SB in barley (Arabi and Jawhar, 2013; 51 Zhu et al., 2014) . To date, the complex polygenic nature of SB resistance remains 52 unknown, which significantly limits development of resistant barley cultivars (Singh   53   et al., 2016) . Thus, there is an urgent need to fully understand the detailed infection 54 mechanism of B. sorokiniana, as well as its interaction mechanism with barley, to 55 allow development of SB-resistant cultivars. However, detailed overviews of the 56 genomic characteristics of B. sorokiniana are insufficient -it is necessary to sequence 57 and examine the genome to achieve these aims.
58
In this study, we reported the genome sequence of B. sorokiniana strain GN1, 59 which was isolated from diseased leaves of barley cultivar 'Ganpi 4' in Gannan, 60 Gansu, China. Pathogenicity assessment showed that GN1 is a high virulence strain 
72
We sequenced the genome of strain GN1 using Illumina sequencing technologies 73 with the following objectives: (1) sequencing and analyzing the genome of GN1; (2) 74 identifying strain-specific putative virulence-associated genes; and (3) phylogenetic 75 analysis of GN1 with five other Bipolaris species. Genome sequencing of GN1 will 76 provide important information for understanding its molecular underpinning of 77 pathogenicity and improvement of disease resistance in barley.
78
Genomic DNA from strain GN1 was extracted from a fresh mycelial suspension 79 following 5 d of growth in potato dextrose broth in darkness at 25°C using the CTAB 80 method (Goodwin et al., 1992) . We constructed one overlapping short insert library 81 (270 bp) and two long jumping mate paired libraries: 5 and 10 kb. The libraries were 82 sequenced on an Illumina HiSeq 4000 platform for 2 × 150 bp reads, following the 83 standard Illumina protocol (Illumina, San Diego, CA, USA). A total of 68,875,344, 84 76,581,648 and 91,854,497 raw reads were generated from 270 bp, 5 kb and 10 kb 85 library, respectively. The raw sequencing reads were processed to filter low-quality 86 data using the NGS QC Toolkit (Patel and Jain, 2012) with default parameters. This 87 whole genome shotgun project was deposited in GenBank under accession number 88 WNKQ00000000 (BioProject: PRJNA582456). The version described in this paper is version WNKQ01000000 (Data will be released upon publication). After quality transfer RNA genes in genomic sequence. Nucleic Acids Res. 25:955-964. 
